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<210> 1 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer AB10230 



<210> 2 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer AB10231 



<210> 3 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer AB10232 



<400> 1 

tattacagca ctagcagatc agtg 



24 



<400>. 2 

cttaagcttg ccaccatgaa gctctccctg gtggccgcg 



39 



<400> 3 

aggcctcgag ctacaactca tctttttctg ctgt 



34 



<211> 654 
<212> PRT 
<213> Homo sapiens 



<220> 

<223> GRP78/BiP amino acid sequence 
<400> 4 

Met Lys Leu Ser Leu Val Ala Ala Met Leu Leu Leu Leu Ser Ala Ala 
15 10 15 

Arg Ala Glu Glu Glu Asp Lys Lys Glu Asp Val Gly Thr Val Val Gly 
20 25 30 

lie Asp Leu Gly Thr Thr Tyr Ser Cys Val Gly Val Phe Lys Asn Gly 
35 40 45 

Arg Val Glu lie lie Ala Asn Asp Gin Gly Asn Arg He Thr Pro Ser 
50 55 60 

Tyr Val Ala Phe Thr Pro Glu Gly Glu Arg Leu He Gly Asp Ala Ala 
65 70 75 80 

Lys Asn Gin Leu Thr Ser Asn Pro Glu Asn Thr Val Phe Asp Ala Lys 
85 90 95 

Arg Leu He Gly Arg Thr Trp Asn Asp Pro Ser Val Gin Gin Asp He 
100 105 110 

Lys Phe Leu Pro Phe Lys Val Val Glu Lys Lys Thr Lys Pro Tyr He 
115 120 125 

Gin Val Asp He Gly Gly Gly Gin Thr Lys Thr Phe Ala Pro Glu Glu 
130 135 140 

He Ser Ala Met Val Leu Thr Lys Met Lys Glu Thr Ala Glu Ala Tyr 
145 150 155 160 

Leu Gly Lys Lys Val Thr His Ala Val Val Thr Val Pro Ala Tyr Phe 
165 170 175 

Asn Asp Ala Gin Arg Gin Ala Thr Lys Asp Ala Gly Thr He Ala Gly 
180 185 190 

Leu Asn Val Met Arg He lie Asn Glu Pro Thr Ala Ala Ala lie Ala 
195 200 205 

Tyr Gly Leu Asp Lys Arg Glu Gly Glu Lys Asn lie Leu Val Phe Asp 
210 215 220 

Leu Gly Gly Gly Thr Phe Asp Val Ser Leu Leu Thr He Asp Asn Gly 
225 230 235 240 

Val Phe Glu Val Val Ala Thr Asn Gly Asp Thr His Leu Gly Gly Glu 
245 250 255 



Asp Phe Asp Gin Arg Val Met Glu His Phe He Lys Leu Tyr Lys Lys 
260 265 270 



to VI < 



Lys Thr Gly Lys Asp Val Arg Lys Asp Asn Arg Ala Val Gin Lys Leu 
275 280 285 

Arg Arg Glu Val Glu Lys Ala Lys Arg Ala Leu Ser Ser Gin His Gin 
290 295 300 

Ala Arg lie Glu lie Glu Ser Phe Tyr Glu Gly Glu Asp Phe Ser Glu 
305 310 315 320 

Thr Leu Thr Arg Ala Lys Phe Glu Glu Leu Asn Met Asp Leu Phe Arg 
325 330 335 

Ser Thr Met Lys Pro Val Gin Lys Val Leu Glu Asp Ser Asp Leu Lys 
340 345 350 

Lys Ser Asp lie Asp Glu lie Val Leu Val Gly Gly Ser Thr Arg lie 
355 360 365 

Pro Lys lie Gin Gin Leu Val Lys Glu Phe Phe Asn Gly Lys Glu Pro 
370 375 380 

Ser Arg Gly lie Asn Pro Asp Glu Ala Val Ala Tyr Gly Ala Ala Val 
385 390 395 400 

Gin Ala Gly Val Leu Ser Gly Asp Gin Asp Thr Gly Asp Leu Val Leu 
405 410 415 

Leu Asp Val Cys Pro Leu Thr Leu Gly lie Glu Thr Val Gly Gly Val 
420 425 430 

Met Thr Lys Leu lie Pro Arg Asn Thr Val Val Pro Thr Lys Lys Ser 
435 440 445 

Gin. lie Phe Ser Thr Ala Ser Asp Asn Gin Pro Thr Val Thr lie Lys 
450 455 460 

Val Tyr Glu Gly Glu Arg Pro Leu Thr Lys Asp Asn His Leu Leu Gly 
465 470 475 480 

Thr Phe Asp Leu Thr Gly lie Pro Pro Ala Pro Arg Gly Val Pro Gin 
485 490 495 

lie Glu Val Thr Phe Glu lie Asp Val Asn Gly lie Leu Arg Val Thr 
500 505 510 

Ala Glu Asp Lys Gly Thr Gly Asn Lys Asn Lys lie Thr lie Thr Asn 
515 520 525 

Asp Gin Asn Arg Leu Thr Pro Glu Glu lie Glu Arg Met Val Asn Asp 
530 535 540 

Ala Glu Lys Phe Ala Glu Glu Asp Lys Lys Leu Lys Glu Arg lie Asp 
545 550 555 560 

Thr Arg Asn Glu Leu Glu Ser Tyr Ala Tyr Ser Leu Lys Asn Gin lie 
565 570 575 

Gly Asp Lys Glu Lys Leu Gly Gly Lys Leu Ser Ser Glu Asp Lys Glu 
580 585 590 



Thr Met Glu Lys Ala Val Glu Glu Lys lie Glu Trp Leu Glu Ser His 
595 600 605 

Gin Asp Ala Asp lie' Glu Asp Phe Lys Ala Lys Lys Lys Glu Leu Glu 
610 615 620 

Glu lie Val Gin Pro lie lie Ser Lys Leu Tyr Gly Ser Ala Gly Pro 
625 630 635 640 

Pro Pro Thr Gly Glu Glu Asp Thr Ala Glu Lys Asp Glu Leu 
645 650 



<210> 5 
<211> 2007 
. <212> DNA 
<213> Homo sapiens 

<220> 

<223> Human GRP7 8/BiP mRNA sequence 
<400> 5 

actggctggc aagatgaagc tctccctggt ggccgcgatg ctgctgctgc tcagcgcggc 60 

gcgggccgag gaggaggaca agaaggagga cgtgggcacg gtggtcggca tcgacctggg 12 0 

gaccacctac tcctgcgtcg gcgtgttcaa gaacggccgc gtggagatca tcgccaacga 180 

tcagggcaac cgcatcacgc cgtcctatgt cgccttcact cctgaagggg aacgtctgat 240 

tggcgatgcc gccaagaacc agctcacctc caaccccgag aacacggtct ttgacgccaa 3 00 

gcggctcatc ggccgcacgt ggaatgaccc gtctgtgcag caggacatca agttcttgcc 3 60 

gttcaaggtg gttgaaaaga aaactaaacc atacattcaa gttgatattg gaggtgggca 420 

aacaaagaca tttgctcctg aagaaatttc tgccatggtt ctcactaaaa tgaaagaaac 480 

cgctgaggct tatttgggaa agaaggttac ccatgcagtt gttactgtac cagcctattt 540 

taatgatgcc caacgccaag caaccaaaga cgctggaact attgctggcc taaatgttat 600 

gaggatcatc aacgagccta cggcagctgc tattgcttat ggcctggata agagggaggg 660 

ggagaagaac atcctggtgt ttgacctggg tggcggaacc ttcgatgtgt ctcttctcac 720 

cattgacaat ggtgtcttcg aagttgtggc cactaatgga gatactcatc tgggtggaga 780 

agactttgac cagcgtgtca tggaacactt catcaaactg tacaaaaaga agacgggcaa 840 

agatgtcagg aaagacaata gagctgtgca gaaactccgg cgcgaggtag aaaaggccaa 900 

acgggccctg tcttctcagc atcaagcaag aattgaaatt gagtccttct atgaaggaga 960 

agacttttct gagaccctga ctcgggccaa atttgaagag ctcaacatgg atctgttccg 1020 

gtctactatg aagcccgtcc agaaagtgtt ggaagattct gatttgaaga agtctgatat 1080 

tgatgaaatt gttcttgttg gtggctcgac tcgaattcca aagattcagc aactggttaa 1140 

agagttcttc aatggcaagg aaccatcccg tggcataaac ccagatgaag ctgtagcgta 1200 

tggtgctgct gtccaggctg gtgtgctctc tggtgatcaa gatacaggtg acctggtact 1260 

gcttgatgta tgtcccctta cacttggtat tgaaactgtg ggaggtgtca tgaccaaact 1320 

gattccaagg aacacagtgg tgcctaccaa gaagtctcag atcttttcta cagcttctga 1380 

taatcaacca actgttacaa tcaaggtcta tgaaggtgaa agacccctga caaaagacaa 1440 

tcatcttctg ggtacatttg atctgactgg aattcctcct gctcctcgtg gggtcccaca 1500 

gattgaagtc acctttgaga tagatgtgaa tggtattctt cgagtgacag ctgaagacaa 1560 

gggtacaggg aacaaaaata agatcacaat caccaatgac cagaatcgcc tgacacctga 1620 

agaaatcgaa aggatggtta atgatgctga gaagtttgct gaggaagaca aaaagctcaa 1680 

ggagcgcatt gatactagaa atgagttgga aagctatgcc tattctctaa agaatcagat 174 0 

tggagataaa gaaaagctgg gaggtaaact ttcctctgaa gataaggaga ccatggaaaa 1800 

agctgtagaa gaaaagattg aatggctgga aagccaccaa gatgctgaca ttgaagactt 1860 

caaagctaag aagaaggaac tggaagaaat tgttcaacca attatcagca aactctatgg 1920 

aagtgcaggc cctcccccaa ctggtgaaga ggatacagca gaaaaagatg agttgtagac 1980 
actgatctgc tagtgctgta atattgt 2007 



